Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.036; wR factor = 0.100; data-to-parameter ratio = 13.6.
Refinement R[F 2 > 2(F 2 )] = 0.036 wR(F 2 ) = 0.100 S = 1.02 3241 reflections 239 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.22 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 1; Ày þ 1; Àz þ 1.
Data collection: CrysAlis PRO (Agilent, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: X-SEED (Barbour, 2001); software used to prepare material for publication: publCIF (Westrip, 2010). (6) 0.0003 (4) −0.0040 (4) −0.0018 (4) C1 0.0213 (5) 0.0186 (5) 0.0181 (5) 0.0018 (4) 0.0027 (4) −0.0002 (4) C2 0.0204 (5) 0.0203 (5) 0.0205 (5) 0.0026 (4) 0.0018 (4) −0.0029 (4) C3 0.0224 (5) 0.0219 (6) 0.0240 (6) 0.0024 (4) 0.0027 (4) −0.0020 (4) C4 0.0216 (5) 0.0269 (6) 0.0306 (6) −0.0011 (5) 0.0028 (5) −0.0049 (5) C5 0.0209 (5) 0.0296 (6) 0.0316 (6) 0.0046 (5) −0.0019 (5) −0.0058 (5) C6 0.0250 (6) 0.0229 (6) 0.0281 (6) 0.0067 (5) −0.0022 (5) −0.0018 (5) C7 0.0234 (5) 0.0209 (5) 0.0235 (5) 0.0030 (4) 0.0021 (4) −0.0032 (4) C8 0.0254 (6) 0.0209 (6) 0.0338 (7) 0.0033 (4) −0.0013 (5) 0.0056 (5) C9 0.0245 (6) 0.0164 (5) 0.0362 (7) 0.0022 (4) −0.0005 (5) −0.0007 (5) C10 0.0218 (5) 0.0174 (5) 0.0226 (5) 0.0020 (4) 0.0031 (4) −0.0010 (4) C11 0.0233 (5) 0.0181 (5) (10) 
